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sufﬁcient to completely block this bypass. We are currently trying to
deﬁne more precisely the steps necessarily or possibly involved in the
antimycin inhibition of bc1 complex and their chemical/physical basis
[3].
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Cytochrome bc1 (cyt bc1) is a central enzyme of many respiratory
and photosynthetic systems which couples the proton transport
across the membrane with electron transfer from ubiquinone (Q) to
cytochrome c (cyt c) pool. Cyt bc1 from Rhodobacter capsulatus is
composed of only three catalytically relevant subunits: cytochrome b
(cyt b), cytochrome c1 (cyt c1) and iron–sulfur (FeS) protein. One of
the unique features of the operation of cyt bc1 is a large-scale
movement of FeS head domain, which shuttles electrons between Q
bound at Q-binding site (Qo) at cyt b and cyt c1. We employed the
measurements of the electron longitudinal relaxation of the iron–
sulfur cluster to analyze the efﬁciencies of the relaxation mechanisms
associated with structural changes induced by mutations that lower
the FeS midpoint potential (S158A or Y160W) and/or by the changes
induced during the FeS movement. Low temperature dependence of
the relaxation rates was measured by inversion-recovery at Q-band
and analyzed assuming dominant direct and second-order Raman
processes. In all cases the magnetization recovery was non single
exponential with no signs of the contribution from spectral diffusion.
We found a signiﬁcant decrease in the efﬁciency of the Raman process
(Cram) in the order: Wild Type cyt bc1 (WT)NY160WNS158A which is
in agreement with the theory that predicts a decrease of spin–phonon
coupling with the decrease in g-anisotropy of the paramagnetic
center. However the effect of additional mutations or the addition of
inhibitors, that increase the FeS density at the Qo site correlates with
the decrease in the relaxation rates via Raman process what is
manifested in lower Cram values. At the same time there is no
decrease in g-anisotropy which suggests that molecular ﬂexibility is
the factor that is responsible for modulations of the vibrations of the
cluster buried in protein matrix. The lower Cram values for samples
with FeS in close contact with cyt b suggest that the increase in the
structural rigidity of the protein environment around the cluster is
caused by interaction of the FeS with other subunits. Observation that
spin–lattice relaxation changes upon the shift of the FeS density at the
Qo provides an additional means of monitoring the FeS movement
which is complementary to our previously reported method based on
heme bL — FeS spin–spin interactions independent on the redox state
of hemes b.
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Coenzyme Q10 is a lipophilic antioxidant and cell-growth regula-
tor. It inﬂuences both proliferation and programmed cell death, but
the main function is transferring electrons in mitochondrial respira-
tory chain and hence ATP production [1]. CoQ10 biosynthesis defects
lead to CoQ10 concentration decrease and thus CoQ10 deﬁciency. This
serious disorder has heterogeneous phenotype — mostly encepha-
lopathy, myopathy or renal failure [2].
The aim of the study was characterization of primary CoQ10
deﬁciency in vitro. The model was created using 4-aminobenzoic acid
(PABA) — a competitive inhibitor of polyprenyl-4-hydroxybenzoat
transferase (Coq2p), which is a key enzyme in the CoQ10 biosynthesis
[3].
Three primary cell cultures of human skin ﬁbroblasts (HSF)
acquired from healthy controls and HEK293 cell line were used as a
model for this project.
Four-day incubation of HSF or HEK293 in cultivation medium
(without FBS added) with 1 mM PABA caused signiﬁcant decrease in
CoQ10 concentration (60% or 40% resp. compared to control cells). The
CoQ10-deﬁcient cells were viable. No changes in mitochondrial
morphology and ultrastructure were observed.
Mitochondrial respiratory chain function was changed in the
CoQ10-deﬁcient cells — the activity of NADH:cytochrome c reductase
and succinate: cytochrome c reductase was decreased to 70% of
control-cell activity. Production of reactive oxygen species (ROS) was
increased (based on ﬂuorescent staining, dihydroethidium). Addition
of decylubiquinone to PABA-containing medium (6 μM, 24 h) in-
creased activity of both enzymes signiﬁcantly; the ROS production
was decreased to control levels.
The CoQ10 deﬁciency model using primary cell cultures was
established. This model is highly convenient for further CoQ10
deﬁciency studies, its diagnostics and therapy in human medicine.
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Nitric oxide (NO) plays central roles through its binding to the
heme group of guanylate cyclase that produces cGMP, and it is able to
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regulate mitochondrial respiration through cGMP-independent ways.
NO exhibits two main effects on the respiratory chain: the inhibition
of cytochrome oxidase and of electron transfer at complex III. It is
known that the inhibition of complex IV occurs by a competition
between NO and O2 for the reduced CuB/heme a3 center of the
enzyme. However, little is known about how NO interacts with the
NO-reactive component of the ubiquinone-cytochrome b area [1]. The
aim of this work was to study the NO inhibitory effect on electron
transfer between cyt. b and cyt. c, using beef heart inside-out particles
(ETPH-Mg2+), with emphasis on the biochemical characteristics of
this inhibition. S-nitrosoglutathione (GSNO; 0–500 μM) was used as
NO donor. Succinate-cytochrome c reductase activity (222±4 nmol/
min.mg protein) was inhibited (51%) by 500 μM GSNO. This activity
was also reduced (36%) when ETPH-Mg2+ had been incubated in the
presence of l-arginine and mtNOS cofactors (Ca2+ and NADPH),
suggesting that this inhibitory effect is caused by mtNOS-produced
NO. GSNO (500 μM) reduced cyt. b562 within mitochondrial mem-
branes by 70%, similarly to the antimycin effect. The effective [NO]
was assessed using a NO-sensitive electrode: 500 μM GSNO releases
240 nM NO to the reaction medium when the assay is followed
during 2 min. NO produced a hyperbolic increase in O2− and H2O2
production rates with a maximal effect at 500 μM GSNO (1.3±
0.1 nmol O2−/min.mg protein; 0.64±0.05 nmol H2O2/min.mg pro-
tein). The O2−/H2O2 ratio was 2.0 in accordance to the stoichiometry of
the O2− dismutation reaction. EPR spectrum conﬁrmed that the
reactions of duroquinol with NO produces a stable semiquinone,
with a signal centered at g~2.03. ETPH-Mg2+ incubated in the
presence of succinate for 1 min showed an EPR signal at g~1.99,
which was increased by GSNO or antimycin. When ETPH-Mg2+ was
incubated in the presence of GSNO for 5 min EPR spectra showed an
additional signal at g~2.02, suggesting that two ubiquinol pools are
partially oxidized by NO. The interaction of NO with complex III leads
to electron transfer inhibition in an [O2] independent manner, with a
[UQH.]ss enhancement, which in turn generates, an increase in O2− and
H2O2 production rates.
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The bc1 complex is central to mitochondrial bioenergetics and the
target of antimicrobial agents used to control human and plant
pathogens (for instance anti-malaria and fungicides). Most of these
drugs bind to Qo pocket that is provided by the mitochondrially-
encoded cytochrome b, the main subunit of the complex. Comparison
of the cytochrome b sequences shows that the Qo domain is well
conserved between organisms. There are however variations that
could explain the differential sensitivity towards inhibitors, which is
required for the development of therapeutic drugs.
In this work, we are studying two compounds with anti-malaria
activity: atovaquone, a hydroxynaphthoquinone, used in medicine to
treat Plasmodium falciparum malaria, and other infections and that
targets the Qo site; and RQC06, a quinolone compound shown to have
a potent inhibitory activity against the plasmodial bc1 complex [1].
The yeast (Saccharomyces cerevisaie) and P. falciparum bc1 complexes
are highly sensitive towards atovaquone, whereas the mammalian
enzyme, as expected for a therapeutic molecule, is 20–25 fold less
susceptible. RCQ06 is potentially an interesting drug since the
mammalian bc1 complex is also 20–30 fold less sensitive than the
plasmodial enzyme. By contrast, the yeast bc1 complex is naturally
highly resistant to RCQ06.
In order to investigate the determinants of resistance and
sensitivity towards these two drugs, we used the yeast bc1 complex
as model. We constructed and analysed a series of yeast mutants
harbouring variants of the Qo site where yeast residues have been
replaced by P. falciparum or human equivalents. We showed that
residue 275 plays a central role in the differential sensitivity and that
other variants in the Qo site modulate the impact of the mutation
introduced in position 275. By modifying the yeast enzyme, we
are creating useful tools for the discovery and the analyse of new
drugs with potential anti-malaria activity and for the study of the
development of resistance mutations.
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The respiratory chains of anaerobic organisms are usually highly
branched, reﬂecting their ability to use an array of different electron
donors and acceptors. Bacteria often contain new examples of
membrane complexes whose architecture has a modular character,
with different arrangements of modules giving rise to different
proteins and physiological functions.
Here we describe a new respiratory complex from the sulfate
reducing bacterium Desulfovibrio vulgaris Hildenborough, named
Quinone-reductase complex (Qrc) [1]. It is composed of four
subunits, QrcABCD, including a hexaheme cytochrome c (QrcA), a
large protein of the molybdopterin oxidoreductase family, but
which does not bind molybdenum (QrcB), a periplasmic iron–sulfur
protein (QrcC) and an integral membrane protein of the NrfD
family (QrcD). The Qrc complex is the ﬁrst representative of a new
family of redox complexes, but the QrcBCD subunits are closely
related with members of the complex iron–sulfur molybdoenzyme
(CISM) family (also known as DMSO reductase family) [2]. Qrc is also
closely related to the alternative complex III, but has the reverse
catalytic activity, acting as a Type I cytochrome c3: menaquinone
oxidoreductase.
The Qrc complex contains six c-type low-spin hemes, one [3Fe–
4S]1+/0 cluster and three [4Fe4S]2+/1+ clusters, and their redox
potentials were determined [3]. Binding of a menaquinone analog
affects the EPR spectrum of the [3Fe–4S]+1/0 cluster, indicating
the presence of a quinone-binding site close to the periplasmic
subunits.
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